: AtTERT transcription in wild type leaves.
Quantitative analysis of AtTERT transcription was performed for leaves of different age (Fig.   1A ) collected from two plants. To highlight the correlation between the level of the AtTERT transcription and telomerase activity, both values are presented in the graph. RNA was isolated from a part of the same leaf from which the protein extract for analysis of telomerase activity was prepared. Data from the CyMATE program (Hetzl et al., 2007) show distribution of methylated cytosines in the 224-bp AtTERT upstream region in Columbia 7-day seedlings and mature leaf. CG methylation, red circles; CHG methylation, blue squares; methylation of cytosines in a non-symmetrical sequence context, green triangles; filled symbols, methylated cytosine; empty symbol, non-methylated cytosine. Fourteen cytosines in CG, 6 cytosines in CHG and 32 cytosines in CHH were evaluated. Note very low levels of methylated cytosines along the analyzed region in both tissues (distribution of filled symbols is rare and stochastic). Table S1 : Sequences of primers used in genotyping the mutant lines, telomerase activity assay, quantitative analysis of transcription, analysis of methylation by bisulfite genomic sequencing (BGS) and analysis of chromatin modifications (ChIP). 1 , wild type -PCR product of ~1.1 kb using ddm1 Fw + ddm1 Rev primers; mutant -PCR product of ~0.5 kb using SALK Fw + ddm1 Rev primers.
